X-ray microbeam is essential for high-resolution diffraction data collection from small and weakly diffracting protein crystals. However, the radiation damage can hamper the complete data collection from a single crystal and thus the multi-crystal approach has regained the spotlight. To facilitate crystal structure analysis using many cryo-cooled microcrystals, we are constructing an automated system for data collection and data processing on BL32XU, SPring-8. Using EIGER X 9M detector (Dectris Ltd.), fast raster-scan to locate crystal positions and the subsequent small-wedge (5-10°) shutterless data collection were achieved. For raster-scan data analysis, we adapted Newslett., 49, 13-15] for indexing and integration, and XSCALE for scaling and merging. The whole process from sample exchange to data processing was automated in ZOO system, which has already contributed to several structure analyses from many microcrystals including membrane proteins.
